500 ng of genomic DNA was digested overnight at 37 ºC by the methylation sensitive restriction endonuclease HpaII (NEB, 10 U) and separated in a 1% (w/v) agarose gel. DNA was blotted onto HybondTM-XL membrane (GE Healthcare) and hybridised with a radioactively labelled pericentromeric 180-bp repeat as previously described (48).
Sequences of primers are shown in Table S1 . Reactions were carried out in triplicate; the PCR cycle consisted of 15 min of initial denaturation followed by 40 cycles of 30 s at 94°C, 30 s at 56°C and 30 s at 72°C. Analyses were performed on two technical replicates using at least three biological replicates (buds collected from 3 plants of respective genotype). Transcription was calculated as the fold increase/decrease relative to the wild type/control tissue (∆∆Ct method (73) ).
Quantitative analysis of telomerase activity by the in vitro TRAP (Telomere Repeat Amplification Protocol) assay
Telomerase extracts from Arabidopsis tissues were prepared as described (58, 74) . The quantitative version of the TRAP assay was performed as described in (75) using FastStart SYBR Green Master (Roche) and TS21 and TELPR primers (Table S1 ). Samples were analysed in triplicate in 20-µl reactions, in two technical replicates using at least three biological replicates. Ct values were determined using the Rotorgene6000 (Qiagen) software and relative telomerase activity was calculated by the ∆Ct method (73) .
Analysis of TERRA transcripts
Telomeric transcripts were analysed according to the protocol, using specific primers for 2R, 3L and 5R chromosomal arms (Table S1) as described in (8) .
SUPPLEMENTARY FUGURE LEGENDS:
Figure S1 µM zebularine (Z250), using RT-PCR and specific primers for 2R, 3L and 5L chromosome arms (8) . Analysis of the ubiquitine transcript is presented as a control of the template cDNA loading. DNA, positive control, PCR with genomic DNA from A. thaliana leaves; -, negative control, no-template reaction.
